COMMON NAME
SUBTYPE A:

U455
UG273A
uG275
CM240X

SUBTYPE B:

SF2

3202A12
3202A21
MANC
WEAU160

SUBTYPE D:

ELI
2276
Z6
NDK
TZ2012
T2023
TZ053
TZ2064
TZ016
TZ112
TZ005
TZ030
TZ2017
MAL

SUBTYPE F:
BZ126A
BZ163A

SUBTYPE O:

ANT70C
MVP5180

SUBTYPE U:

IBNG
CPZ:
CPZGAB
CPZANT

Sequences in th&/pu Alignment

LOCUS

HIVU455
HIVUG273A
HIVUG275
HIVCM240X

HIVSF2
HIVLAI
HIVMN

HIVSC
HIVBRVA

HIVJIH32

HIVCDC42
HIVOYI

HIVSF33
HIVNY5
HIVNL43
HIVCAM1

HIVIJRCSF

HIVIRFL

HIVSF162
HIVHAN
HIVD31
HIVRF

HIVBCSG3C
HIVBAL1
HIVBA1A

HIVP896

HIVSF162

HIV3202A12

HIV3202A21
HIVMANC

HIVWEAU160

HIVELI
HIVZ2Z6
HIVZ6
HIVNDK
HIVTZ012
HIVTZ023
HIVTZ053
HIVTZ064
HIVTZ016
HIVTZ112
HIVTZ005
HIVTZ030
HIVTZ017

HIVMAL

HIVBZ126A
HIVBZ163A

HIVANT70C
HIVMVP5180

HIVIBNG

SIVCPZGAB
SIVCPZANT

ACC # FIRST AUTHOR
M62320 Oram,J.D.
L22957 Louwagie,J.J.
L22951 Louwagie,J.J.
L14572 Mascola,J.J.
K02007 Sanchez-Pescador,R.
K02013 Wain-Hobson,S.
M17449 Gurgo,C.
M17450 Gurgo,C.
M21098 Anand,R.
M21138 Komiyama,N.
M13137 Desai,S.M.
M26727 Wain-Hobson,S.
M38427 York-Higgins,D.
K03346 Willey,R.W.
M19921 Buckler,C.E.
D10112 Mclntosh,A.
M38429 Koyanagi,S.
M74978 O’Brien,W.A.
M38428 Cheng-Mayer,C.
uU43141 Sauermann,U.
U43096 Dietrich,U.
M17451 Starcich,B.R.
L02317 Ghosh,S.K.
M68893 Gartner,S.
M63929 Hwang,S.S.
M96155 Collman,R.
M38428 Cheng-Mayer,C.
U34603 Guillon,C.
U34604 Guillon,C.
u23487 Zhu,T.
U21135 Ghosh,S.
K03454 Alizon,M.
M22639 Theodore,T.
K03458 Srinivasan,A.
M27323 Spire,B.
u12407 Siwka,W.
u12410 Siwka,W.
ul12412 Siwka,W.
u12413 Siwka,W.
U12408 Siwka,W.
u12415 Siwka,W.
U12406 Siwka,W.
ul2411 Siwka,W.
U12409 Siwka,W.
K03456 Alizon,M.
L22082 Louwagie,J.J.
L22085 Louwagie,J.J.
L20587 Vanden Haesevelde,M.
L20571 Gurtler,L.G.
L39106 Howard,R.M.
X52154 Huet,T.
U42720 Vanden Haesevelde,M.
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HIV1VPU

Subtypes C, E, G, and H are not currently represented in VPU. The sequence IBNG could not eas-
ily
be assigned to any of the four VPU subtypes, A, B, D, and F.

CONSENSUS-A ATgac’?CCTTTg’>’>’>’>’7’??’??gA’7ATcthGCAATAgtAGGaCTGaTAGTaGCaCTAATCtTAGCAATAG 59
U455 -G 61
UG273A 61
UG275 G----G C 70
CM240X G 61
CONSENSUS-B caaaTAttagCaATAGtAgcatTAGTAGTaGCcAgcAATAaTAGCAATAg 61
SF2 T T 61
LAI AT 58
MN G 61
SC 61
BRVA 61
JH32 T 61
CDC42 A 61
()] T-A 61
SF33 A T-A 61
NY5 T T 17
NL43 AT 58
CAM1 T 61
JRCSF G A 61
JRFL AT 61
SF162 61
HAN T----- 61
D31 T 61
RF C 61
BCSG3C G-T--G 61
BAL1 G 61
BA1A G 61
P896 61
SF162 61
3202A12 G-AT 61
3202A21 T 61
MANC T-A 61
WEAU160 C G 61
CONSENSUS-D gtGATAtTaGCAATAGIAGCALITAGTAGLAgCgctaATAaTAGCAATAG 61
ELI R C-mmmmmmmeeeees AA--==-Crmmmmeene 61
2276 C AGC 61
Z6 C AGC 61
NDK AA 61
TZ012 61
TZ023 C 61
TZ053 61
TZ064 TT 61
TZ016 G C 61
TZ112 A------- A--G 61
TZ005 G 61
TZ030 G C 61
TZ017 A------ Temmmmeees 61
MAL --A A 61
CONSENSUS-F  ATGTC??A?TT?......... TTAGCAATAAG°°TAACAGCATTAATAGTAGCA’)TAATAATAGCAATAG 54
BZ126A = - CT-C--T......... CA T 61
BZ163A - TG-T--G......... TG C 61
CONSENSUS-0  ATGCATCA???G......... ?ACCTGCTAGC??TAATA??T?T?AGTGCTTTG????TTATAAATGTA? 46
ANT70 A .G CTGT A 61
MVP5180 TGTC C 61
CONSENSUS-U  ATGCAACCTTTA......... ACAATAACTGCAATAGTAGGACTAGTAGTAGCATTCATAGCAGCCATAG 61
IBNG el 61
CONSENSUS-CPZ ATGACT????TA......... PT?G??T??22?22°2TTCT?2?2?2?2TT?2?22?22?22° TA?T???2?2TGGA??AT?T 27
CPZGAB - CTGT--......... G-C-GC-TA...G----CATA--AGTAGGCT--A-TGCA----AC--T- 58
CPZANT - AATA--......... T-T-AG-ATGCTT----TGCC--TAGTATAG--C-A...----TT--C- 58
[-A-162
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HIV1VPU

CONSENSUS-A  T?GTGTGGACTATAGTAGQTATA...GAatatAAgAaA?tg?taaagcaaAda................. 106
U455 B N — irme=-A--A—-AATTGCT-AAGC-A-................. 111

UG273A T .mC S .11

UG275 -T G-T--C G
CM240X B N— (ORI ¢ SN\ S c B 111

CONSENSUS-B  TTgTgTGgaCcATAGtattcaTA..?gAAtatAGgAAAatAtAAGaCAAAga................. 111
SF2 C . 111

BCSG3C
BAL1
BA1A
P896
SF162
3202A12
3202A21
MANC
WEAU160  -----=-T----m-Coee-

CONSENSUS-D  TTGTGTGQACIATAGTANCATA...GAgigTAgaAgattaAaaAggCAAAGa............. 111
ELI C A-A-----GA 1

7276 Y. N i Y. N——— 111
Z6 L1111
NDK . . 111
TZ012 R c S 111
TZ023 Y. N ¢ S——— 111
TZ053 e 111
TZ064 Y N —— .11
TZ016 111
TZ112 111

TZ005 111

TZ030 . 111

17201 J— YN O N — . .1

MAL e foR— Ter...=-AAT-=-G-A-A~-G---A-=G....ooovoo... 111

CONSENSUS-F  TTGTGTGGACTATAG?ATATATA...GAATATAGGAAACTGTTAAGGCAAAGA................. 103
BZ126A Cormemm e L 111
SV N— g 111

CONSENSUS-0  TT?TATGG??G..... TTTA??.....CTTAGAA??TATTTAG??CAAA??2AACAAGA?AGAA?GGA 90
ANT70 B, Y ¢ TCT, o S pp—— AA-------AA---AGG------C---A-- 119
MVP5180 YN o Y.\ o pppp— TToeo-TG---GAA------T--G--- 119

CONSENSUS-U TTGTGTGGAGCATAGTATATATA...GAATATAGGAAAATAAGGAAACAGAAG................. 111
IBNG e e 111

CONSENSUS-CPZ GTATA????2??2??2?AT??T?2?A??2G?2?TATA?AA??TATAA????2CA???7...........222?72 50
CPZGAB - TGGGGATAC--TA-TA-ATG-GGA----G--GG-----AAGA--TAGG............ CTTGA 116
CPZANT ... CCT--AC-CT-TAA-CTT----A--TA-----GCAG--GCAA................. 105
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HIV1VPU

CONSENSUS-A
U455

UG273A

UG275

CM240X

CONSENSUS-B
SF2

LAI

MN

SC
BRVA
JH32
CDC42
(0)4]
SF33
NY5
NL43
CAM1
JRCSF
JRFL
SF162
HAN
D31

RF
BCSG3C
BAL1
BA1A
P896
SF162
3202A12
3202A21
MANC
WEAU160

CONSENSUS-D
ELI
2276
Z6
NDK
TZ012
TZ023
TZ053
TZ064
TZ016
TZ112
TZ005
TZ030
TZ017
MAL

CONSENSUS-F
BZ126A
BZ163A

CONSENSUS-0
ANT70
MVP5180

CONSENSUS-U
IBNG

CPZGAB
CPZANT

.-G

To0T o

Cc--T

A---
A---

A

T---.

TA--...

TA--...

T---...

A

A

@]

..C

A----G...

-> env cds
.AAAAtAgACcAggtta.??aTtaAgAGAATAAGaGAAAGAGCA...GAAGACAGTGgcAATGAGAGE
. ————A T-G-CAGGT.TAT-A--C 173
.-G c 171
T A--C 180
.G A 171

’)’?aAAaTAgAcAthTa ’?ATtgAtAgaaTAagagAaAgAGcA GAaGACAgTGGCAATGAgAGt
A

168

171
171

171
171

C 172

171
171
127
168
171
171
171
171
171
171
173
148
171
171
171
171
171
171
171
171

..aaAATAGACtGgtTa.. aTTgATAGAATAAgAGAAAGAGCa” .GAAGAtAGIGGCAATGAGAGt
.C C C

171
171
172
171
171
171
171
171
171
171
171
171
171
171

166

171

171

AAAATAAATAGGTTA .TATGAA?GAATAAGAGA?AGAGCA...GAAGACAGTGGCAATGAGAGT

171
171

183

...AAAATAGACAGGTTA...CTTGATAGAATAAGAGAAAGAGCA...GAAGATAGTGGCAATGAGAGT

G-C---A-T-G----CT-... A-CCT~-AT-GAG--AAAG-GCA...GA-GATAG-G-A-AT--A--
.C-AAG---CA-AGA--TGTT-AGT...AG-AGACT-A-T-TA--T---

TT-A-A——AA-..

[-A-164
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171

180
168

79

161

143

171



HIV1VPU

CONSENSUS-A  GA?GGGGA?ACAGA?GAA.. TTg’>C’7aaaCTt ............ GTYGAQATG...GGGaACTaTgATC 213
U455 TeoeeTo-Goem. —-AT-CTT G- 225

UG273A VN, S—e
UG275 wTeeeComm T,
CM240X <-A--C--Cren-Tooe,

CONSENSUS-B
SF2

223

.. G
NL43 - Ao T G . 223
wm-G-----G A

BCSG3C
BAL1
BA1A
P896
SF162
3202A12
3202A21
MANC
WEAU160

CONSENSUS-D
ELI
7276
Z6
NDK
TZ012
TZ023
TZ053
TZ064
TZ016
TZ112
TZ005
TZ030
TZ017
MAL

CONSENSUS-F
BZ126A
BZ163A

CONSENSUS-0 AATG7AGAAGA’>’7AACA7GAAGT’>ATGGA’7CTT ............ 2TAC?TAGCCATGGCTTTG?TAA?C 191
ANT70 A c SR Y c MY N SN o S [ U A-C- 241
MVP5180 SN VY Y ¢ SN ¢ S o S SU A---A -------------- C--T- 241

CONSENSUS-U  GATGGGGATACAGAAGAA.. TTATCCACTCTT............ ATGGAGATG...GGGTACGAATATA 223
7= 50 223

CONSENSUS-CPZ ????2?2AGAAGAAGA?GAG??A???GA???72?22T2?22?22?22?020202AT 22222202 T???TTTGCTAA?C 107
CPZGAB AATGG--------- A---AG-CTG--ACAGCT-ATCCATAATTACA--CATAACAA-CAT-------- C- 250
CPZANT GCAAT--------- T---GA-GCC--TACATA-............ T--TTGGGGTC-GGC-------- T- 226

222

211

[-A-165
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HIV1VPU

CONSENSUS-A 236
U455 248

UG273A 246

UG275 255

CM240X 246
CONSENSUS-B 246
SF2 242
LAI 243
MN 243
sC 243
BRVA 246
JH32 243
CDC42 237
ovl 243
SF33 243
NY5 199
NL43 243
CAM1 243
JRCSF 243
JRFL 243
SF162 243
HAN 243
D31 243
RF 245
BCSG3C 220
BAL1 246

BAIA 246

P896 243

SF162 246

3202A12 246

3202A21 246

MANC 246

WEAU160 246
CONSENSUS-D  CTiGGgAT?TTGATGataTGTAG 244
ELI A-wee-C 243
7276 243
Z6 244
NDK 243
TZ012 246

TZ023 246

TZ053 246

TZ064 246

TZ016 246

TZ112 240

TZ005 246

TZ030 246

TZ017 246

MAL 243
CONSENSUS-F  CTGGGGATATTG?TAATCTGTAA 233
BZ126A  -eeeeeees Y NS 246

ZyA Tk —— y P 246
CONSENSUS-0  CCATG...TTTGAG???77? 202
ANT70 - ..oe=...CCT 255
MVP5180 - .-TTATAG 258
CONSENSUS-U  TTTTGGATAATGATAATTTGTAA 246
IBNG ~ eeeeeeeeeceeeeee 246
CONSENSUS-CPZ C?7T?..T?T??2?2?22222?ACGAA 116
CPZGAB -CA-G..-T-GAC...CTC 264
CPZANT -AG-T...-A-AGAGAAGGGG----- 249

I-A-166
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CONSENSUS-A
CONSENSUS-B
CONSENSUS-D
CONSENSUS-F
CONSENSUS-0
CONSENSUS-U

CONSENSUS-CPZ

CONSENSUS-A
CONSENSUS-B
CONSENSUS-D
CONSENSUS-F
CONSENSUS-0
CONSENSUS-U

CONSENSUS-CPZ

CONSENSUS-A
CONSENSUS-B
CONSENSUS-D
CONSENSUS-F
CONSENSUS-0
CONSENSUS-U

CONSENSUS-CPZ

CONSENSUS-A
CONSENSUS-B
CONSENSUS-D
CONSENSUS-F
CONSENSUS-0
CONSENSUS-U

CONSENSUS-CPZ

CONSENSUS-A
CONSENSUS-B
CONSENSUS-D
CONSENSUS-F
CONSENSUS-0
CONSENSUS-U

CONSENSUS-CPZ C?72T?..T?-?22?2?2?7??-CGAA

HIV1 VPU CONSENSUS

c-t-AG gc---Aa 61
C-t-Ag g-----Aa 61
.TTAGCAATAAG??--AC--C-T-A ?----AA 54
...72-CC-GCTA--??--A--22T?-?-GT-CTTTG????-TA--AATG--? 46
ACA--AAC--------------- AG-------- T-C--AGC---C---- 61
PT-G?2-2?22?22?-TC-2?22?T-?22?22?22?22T-2-2?2?-GGA??--?T 27
T’PGTGTGGACTATAGTAGgTATA GAatatAAgAaA’7tg7taaagcaaAga ................. 106
-T--me- C------ tte---.. ?------- G----a-At---Ga-—---.....ccoeeenee. 111
-T---- ---ttc---...--g g--ga-g-t- aAa--g---- - 111
T G
90
50
-> env cds
AAAAtAgAcAggtta ’>’>aTtaAgAGAATAAGaGAAAGAGCA .GAAGACAGTGQCAATGAgAGt 166
171
171
161
o T==2----A-T----A--? 143
T 171
2A2AG-2-2T7- G--A”T 2A222AT22-222--2222-222..22-22022-2-2-29-- 7+ 79
GA?GGgGA?ACAGA’>GAA .TTg?C?aaaCTt............ GTgGAgATG...GGGaACTaTgATC 213
————————— ???---C--c---C-- 223
..---C--c---C-- 222
-Ge-A---..-—~CCT-T-AT-- 211
A-T-?A--AGA??-AC-2GAAG-2ATGG-?--........... ?-AC?T-GCCAT--CTTTG?-A-?- 191
w=TemmeeTeomeeeAeen L ==AT-C-CT---.....c0onn Ammmmaeen .- T--G-AT--A
??-2?A--AGA------ G?2A?22GA-22222-2222222222222 AT 222222221222 TTTGC-A-?- 107
tTgGGotTGaTaAtAATITGTAg 236
c-t---a--T-g--G--c----- 246
C-t---A-?T-G--G--a----- 244
C-----A-AT-G?----C--—-A 233
CCAT-..TT-G-G???2?7?? 202
~TT--A-A-Gormmmn-AA 246
116

[-A-167
NOV 95

59



